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SEQUENCE LISTING 

(1) GENERAL INFORMATION: 

( i APPLICANT ' 

m name'- Generic Biologicals Limited 

(B) STREET 8 Centre One. Old Sarum Park. Lysander Way 

(C) CITY: Salisbury. Wiltshire 
(E) COUNTRY: United Kingdom 

F POSTAL CODE (ZIP) : SP4 6BU 
(G TELEPHONE: (01722) 415026 
(H) TELEFAX: (01722) 415028 

(ii) TITLE OF INVENTION: Improvements in or Relating to Detection of 

Molecules in Samples 

(iii) NUMBER OF SEQUENCES: 9 

(iv) COMPUTER READABLE FORM: 

(A) MEDIUM TYPE: Floppy disk 
fR) COMPUTER- IBM PC compatible 

1 SSS. version #!.30 CEPOI 

(2) INFORMATION FOR SEQ ID NO: 1: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 191 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1: 

Phe Pro Thr He Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu Arg 
1 5 iU 

Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Phe Glu 

20 25 
Glu Ala Tyr He Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn Pro 

35 40 
Gin Thr Ser Leu Cys Phe Ser Glu Ser He Pro Thr Pro Ser Asn Arg 

50 55 
Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg He Ser Leu 
65 70 /S 

L pu Leu He Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser Val 

85 90 
Phe Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr Asp 
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100 



2 

105 HO 



Leu Leu Lys Asp Leu Glu Glu Gly He Gin Thr Leu Met Gly Arg Leu 

115 120 iZb 

Glu Asp Gly Ser Pro Arg Thr Gly Gin He Pro Lys Gin Thr Tyr Ser 

130 i35 1 

Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn Tyr 
145 150 15:3 

Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr Phe 
165 

Leu Arg lie Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 



180 



(2) INFORMATION FOR SEQ ID NO: 2: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 695 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2: 
GGATCCTTTT TGTTTAACTT TAAGAAGGAG ATATACATAT GCGTCCGTCT ATCCACCGTA 60 
CCGCTATCGC TGCTGTTCTG GCTACCGCTT TCGTTGCTGG TACCGCTCTG GCATTCCCGA 120 
CCATCCCGCT GTCTCGTCTG TTCGACAACG CTATGCTGCG TGCTCACCGT CTGCACCAGC 180 
TGGCTTTCGA CACCTACCAG GAATGGGAAG AAGCTTACAT CCCGAAAGAA CAGAAATACT 240 
CTTTCCTGCA GAACCCGCAG ACCTCTCTGT GCTTCTCTGA ATCTATCCCG ACCCCGTCTA 300 
ACCGTGAAGA AACCCAGCAG AAATCTAACC TGGAACTGCT GCGTATCTCT CTGCTGCTGA 
TCCAGTCTTG GCTGGAACCG GTTCAGTTCC TGCGTTCTGT TTGGGCTAAC TCTCTGGTTT 
ACGGTGCTTC TGACTCTAAC GTTTACGACC TGCTGAAAGA CCTGGAAGAA GGTATCCAGA 
CCCTGATGGG TCGTCTGGAA GACGGTTCTC CGCGTACCGG TCAGATCTTC AAACAGACCT 
ACTCTAAATT CGACACCAAC TCTCACAACG ACGACGCTCT GCTGAAAAAC TACGGTCTGC 
TGTACTGCTT CCGTAAAGAC ATGGACAAAG TTGAAACCTT CCTGCGTATC GTTCAGTGCC 
GTTCTGTTGA AGGTTCTTGC GGTTTCTAAC TCGAG 

(2) INFORMATION FOR SEQ ID NO: 3: 



360 
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480 
540 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 191 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3: 

Phe Pro Thr He Pro Leu Ser Arg Leu Phe Asp Asn Ala Met Leu Arg 
1 5 10 13 

Ala His Arg Leu His Gin Leu Ala Phe Asp Thr Tyr Gin Glu Trp Glu 
20 25 ^ u 

Glu Ala Tyr He Pro Lys Glu Gin Lys Tyr Ser Phe Leu Gin Asn Pro 

35 40 4b 

Gin Thr Ser Leu Cys Phe Ser Glu Ser He Pro Thr Pro Ser Asn Arg 

50 55 bU 

Glu Glu Thr Gin Gin Lys Ser Asn Leu Glu Leu Leu Arg He Ser Leu 
65 70 

Leu L*u He Gin Ser Trp Leu Glu Pro Val Gin Phe Leu Arg Ser Val 

85 90 y 

Trp Ala Asn Ser Leu Val Tyr Gly Ala Ser Asp Ser Asn Val Tyr Asp 

100 105 iiU 

Leu Leu Lys Asp Leu Glu Glu Gly He Gin Thr Leu Met Gly Arg Leu 

115 120 i " 

Glu Asp Gly Ser Pro Arg Thr Gly Gin He Pro Lys Gin Thr Tyr Ser 

130 135 1 u 

Lys Phe Asp Thr Asn Ser His Asn Asp Asp Ala Leu Leu Lys Asn Tyr 
145 150 ^ 

Gly Leu Leu Tyr Cys Phe Arg Lys Asp Met Asp Lys Val Glu Thr Phe 
165 170 i/b 

Leu Arg He Val Gin Cys Arg Ser Val Glu Gly Ser Cys Gly Phe 
180 18b 

(2) INFORMATION FOR SEQ ID NO: 4: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 32 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4: 
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Cys Gly Asn Leu Ser Thr Cys Met Leu Gly Thr Tyr Thr Gin Asp Phe 
15 10 15 

Asn Lys Phe His Thr Phe Pro Gin Thr Ala He Gly Val Gly Ala Pro 
20 25 30 

(2) INFORMATION FOR SEQ ID NO: 5: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 44 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5: 

Tyr Ala Asp Ala He Phe Thr Asn Ser Tyr Arg Lys Val Leu Gly Gin 
15 10 15 

Leu Ser Ala Arg Lys Leu Leu Gin Asp He Met Ser Arg Gin Gin Gly 
20 25 30 

Glu Ser Asn Gin Glu Arg Gly Ala Arg Arg Arg Leu 
35 40 

(2) INFORMATION FOR SEQ ID NO: 5: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 21 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 6: 

Gly He Val Glu Gin Cys Cys Thr Ser He Cvs Ser Leu Tyr Gin Leu 
1 5 10 15 

Glu Asn Tyr Cys Asn 
20 

(2) INFORMATION FOR SEQ ID NO: 7: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 30 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 7: 
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Phe Val Asn Gin His Leu Cys Gly Sen His Leu' Val Glu Ala Leu Tyr 
1 5 10 15 

Leu Val Cys Gly Glu Arg Gly Phe Phe Tyr Thr Pro Lys Thr 
20 25 



(2) INFORMATION FOR SEQ ID NO: 8: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 165 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 8: 

Ala Pro Pro Arg Leu He Cys Asp Ser Arg Val Leu Gin Arg Tyr Leu 
1 5 1° 15 

Leu Glu Ala Lys Glu Ala Glu Asn He Thr Thr Gly Cys Ala Glu His 
20 25 -> u 

Cys Ser Leu Asn Glu Asn lie Thr Val Pro Asp Thr Lys Val Asn Phe 
35 40 45 

Tyr Ala Trp Lys Arg Met Glu Val Gly Gin Gin Ala Val Glu Val Trp 
50 55 60 

Gin Gly Leu Ala Leu Leu Ser Glu Ala Val Leu Arg Gly Gin Ala Leu 
65 70 75 80 

Leu Val Asn Ser Ser Gin Pro Trp Glu Pro Leu Gin Leu His Val Asp 
85 90 95 

Lys Ala Val Ser Gly Leu Arg Ser Leu Thr Thr Leu Leu Arg Ala Leu 
100 105 110 

Gly Ala Gin Lys Glu Ala He Ser Pro Pro Asp Ala Ala Ser Ala Ala 
115 120 l& 

Pro Leu Arg Thr He Thr Ala Asp Thr Phe Arg Lys Leu Phe Arg Val 
130 135 140 

Tyr Ser Asn Phe Leu Arg Gly Lys Leu Lys Leu Tyr Thr Gly Glu Ala 
145 150 155 160 

Cys Arg Thr Gly Asp 
165 
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(2) INFORMATION FOR SEQ ID NO: 9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 133 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 9: 

Ala Pro Thr Ser Ser Ser Thr Lys Lys Thr Gin Leu Gin Leu 61 u His 
1 5 10 15 

Leu Leu Leu Asp Leu Gin Met He Leu Asn Gly He Asn Asn Tyr Lys 
20 25 30 

Asn Pro Lys Leu Thr Arg Met Leu Thr Phe Lys Phe Tyr Met Pro Lys 
35 40 45 

Lys Ala Thr Glu Leu Lys His Leu Gin Cys Leu 61 u 61 u 61 u Leu Lys 
50 55 60 

Pro Leu 61 u 61 u Val Leu Asn Leu Ala 61 n Ser Lys Asn Phe His Leu 
65 70 75 80 

Arg Pro Arg Asp Leu He Ser Asn He Asn Val He Val Leu Glu Leu 
85 °0 

Lvs 61y Ser 61 u Thr Thr Phe Met Cys 61 u Tyr Ala Asp 61 u Thr Ala 
100 105 liu 

Thr lie Val 61 u Phe Leu Asn Arg Trp He Thr Phe Cys 61 n Ser He 
115 120 125 

He Ser Thr Leu Thr 
130 



